The model that cohesin binds DNA by topological embrace makes an important prediction. The contact between cohesin and DNA should be lost, not only when the cohesin ring is cleaved, but also when the cohesin ring remains intact and the DNA molecule is cut into a small enough piece to slide out of the ring. Precisely this prediction has now been tested and verified [12] . A circular minichromosome with stably bound cohesin was purified from yeast cells. As expected, cleavage of cohesin led to loss of interaction with the minichromosome. But linearization of the circular minichromosome by a restriction endonuclease also led to loss of cohesin binding (Figure 1 ). The linearized DNA was apparently able to slide out of the cohesin ring. As the cohesin complex remained intact, these new data provide strong evidence that a crucial aspect of the interaction between cohesin and DNA is topological in nature. An additional feature of a prokaryotic SMC protein has now been identified which is required for DNA-stimulated ATP hydrolysis: a patch of positively charged amino acids that promotes interaction with DNA, but that surprisingly is located on the side opposite of the ATPase heads, at the SMC hinge ( Figure  2A ) [ 
